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10 20 30 40 
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TGGCGGCCTCTTGCCTGTCCGTCTGTGCCACTGTCGCGGC 40 

GGCTCCCCTGCCGGATACACCGGGAGCGCCATTTCCGGCT 80 

GTCGCCAATTTCGACCGCAGTGGCCCCTACACCACCAGCA 120 

GCCAGAGCGAGGGGCCGAGCTGTCGCATCTATCGGCCCCG 160 

CGACCTGGGTCAGGGGGGCGTGCGTCATCCGGTGATTCTC 200 

210 220 230 240 

i i i i I i i i i 1 i i i i I t i i i I i i l i I i i i i I i i i i I i i i i I 

TGGGGCAATGGCACCGGTGCCGGGCCGTCCACCTATGCCG 240 
GCTlIGCTATCGCACTGGGCAAGCCACGGTTTCGTGGTGGC 280 

ggcfgcggaaacctccaatgccggtaccgggcgggaaatg 320 
ctc1|cctgcctggactatctggtacgtgagaacgacaccc 360 
cctJcggcacctattccggcaagctcaataccgggcgagt 400 

;$ 410 420 430 440 

1 1 » f 1 ■ I ' ' I I I I ' 1 1 » I ' 1 I I I ■ I I ' ■ I I i ■ » ' 1 i i ■ i I 

cgg^acttctgggcattcccagggtggtggcggctcgatc 440 
atg^ccgggcaggatacgagggtgcgtaccacggcgccga 480 
tcc^gccctacaccctcggcctggggcacgacagcgcctc 520 
gcaScggcggcagcaggggccgatgttcctgatgtccggt 560 
ggc|gtgacaccatcgcctttccctacctcaacgctcagc 600 

f y 610 620 630 640 
i— i—i— i 1 i i i i I i i i i L— i i i i I i i i i I i i i i l i i i i l i i i i l 

CGGTCTACCGGCGTGCCAATGTGCCGGTGTTCTGGGGCGA 640 
ACGGCGTTACGTCAGCCACTTCGAGCCGGTCGGTAGCGGT 680 
GGGGCCTATCGCGGCCCGAGCACGGCATGGTTCCGCTTCC 720 
AGCTGATGGATGACCAAGACGCCCGCGCTACCTTCTACGG 760 
CGCGCAGTGCAGTCTGTGCACCAGCCTGCTGTGGTCGGTC 800 

810 820 830 840 
1 * 1 1 I 1 1 1 1 I * 1 1 1 I 1 i i i I i i i i I i i i i I i i i i l i i i i l 

GAGCGCCGCGGGCTTTAA 818 
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lipasewtgene Map.MPD (1 > 818) Site and Sequence 
Enzymes : All 515 enzymes (No Filter) 

Settings : Circular, Certain Sites Only, Standard Genetic Code 

TGGCGGCCTCTTGCCTGTCCGTCTGTGCCACTGTCGCGGCGGCTCCCCTGCCGGATACACCGG 63 
Met Ala Ala Ser Cys Leu Ser Val Cys Ala Thr Val Ala Ala Ala Pro Leu Pro Asp Thr Pro 

GAGCGCCATTTCCGGCTGTCGCCAATTTCGACCGCAGTGGCCCCTACACCACCAGCAGCCAGA 126 
Gly Ala Pro Phe Pro Ala Val Ala Asn Phe Asp Arg Ser Gly Pro Tyr Thr Thr Ser Ser Gin 

GCGAGGGGCCGAGCTGTCGCATCTATCGGCCCCGCGACCTGGGTCAGGGGGGCGTGCGTCATC 189 
Ser Glu Gly Pro Ser Cys Arg He Tyr Arg Pro Arg Asp Leu Gly Gin Gly Gly Val Arg His 

CGGTGATTCTCTGGGGCAATGGCACCGGTGCCGGGCCGTCCACCTATGCCGGCTTGCT ATCGC 252 
Pro Val He Leu Trp Gly Asn Gly Thr Gly Ala Gly Pro Ser Thr Tyr Ala Gly Leu Leu Ser 

ACTGGGCAAGCCACGGTTTCGTGGTGGCGGCGGCGGAAACCTCCAATGCCGGTACCGGGCGGG 315 
His frp Ala Ser His Gly Phe Val Val Ala Ala Ala Glu Thr Ser Asn Ala Gly Thr Gly Arg 

9 

AA4|GCTCGCCTGCCTGGACTATCTGGTACGTGAGAACGACACCCCCTACGGCACCTATTCCG 378 
Glu Met Leu Ala Cys Leu Asp Tyr Leu Val Arg Glu Asn Asp Thr Pro lyr Gly Thr Tyr Ser 

Gc|j\GCTCAATACCGGGCGAGTCGGCACTTCTGGGCATTCCCAGGGTGGTGGCGGCTCGATCA 441 
Gly tys Leu Asn Thr Gly Arg Val Gly Thr Ser Gly His Ser Gin Gly Gly Gly Gly Ser He 

ifj 

TGifcCGGGCAGGATACGAGGGTGCGTACCACGGCGCCGATCCAGCCCTACACCCTCGGCCTGG 504 
Met lyjla Gly Gin Asp Thr Arg Val Arg Thr Thr Ala Pro He Gin Pro tyr Thr Leu Gly Leu 

GG§ACGACAGCGCCTCGCAGCGGCGGCAGCAGGGGCCGATGTTCCTGATGTCCGGTGGCGGTG 567 
Gly His Asp Ser Ala Ser Gin Arg Arg Gin Gin Gly Pro Met Phe Leu Met Ser Gly Gly Gly 

ACACCATCGCCTTTCCCTACCTCAACGCTCAGCCGGTCTACCGGCGTGC CAATGTGCCGGTGT 630 
Asp Thr He Ala Phe Pro Tyr Leu Asn Ala Gin Pro Val Tyr Arg Arg Ala Asn Val Pro Val 

TCTGGGGCGAACGGCGTTACGTCAGCCACTTCGAGCCGGTCGGTAGCGGTGGGGCCT ATCGCG 693 
Phe Trp Gly Glu Arg Arg Tyr Val Ser His Phe Glu Pro Val Gly Ser Gly Gly Ala Tyr Arg 

GCCCGAGCACGGCATGGTTCCGCTTCCAGCTGATGGATGACCAAGACGC CCGCGCTAC CTTCT 756 
Gly Pro Ser Thr Ala Trp Phe Arg Phe Gin Leu Met Asp Asp Gin Asp Ala Arg Ala Thr Phe 

ACGGCGCGCAGTGCAGTCTGTGCACCAGCCTGCTGTGGTCGGTCGAGCGCCGCGGGCTTTAA 818 
Tyr Gly Ala Gin Cys Ser Leu Cys Thr Ser Leu Leu Trp Ser Val Glu Arg Arg Gly Leu • 



